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3、通过 16S 序列的比对分析发现 JLT832T 属于 Sphingomonadaceae 科，和
Sphingosinicella、Novosphingobium 两个属的相似性 高。虽然 JLT832T 和
Zymomonas 属的 16S 相似性很低，但是它们却稳定的处于同一个次分支上。通
过对 JLT832T和 Sphingosinicella、Novosphingobium 及 Zymomonas 的生理生化各
项指标对比分析发现，这三个属的所有菌株中只有 Novosphingobium panipatense


















JLT832T菌株应该鉴定为 Sphingomonadaceae 科内的一个新属(Stakelama pacifica 
gen. nov. sp. nov.)。 







为阳性、不能够利用柠檬酸和盘尼西林有抗性。但是 JLT1363 和 Erythrobacter
属的菌株又存在很多差异：能够水解明胶、还原硝酸盐和产硫化氢，不能水解
Tween80，呼吸醌组成也特别：包含三种呼吸醌，Q8 (41%), Q10 (37%) and MK8 
(22%)。综合 16S 进化分析结果和各项生理生化指标对比分析结果，我们拟将
JLT1363T鉴定为 Erythrobacteraceae 科的一个新属（Oceanibacter nanhaiensis gen. 






















The discharge of ballast water has caused invasive species to spread in large 
scale and long distance, and has caused great harm to the marine environment globally, 
was listed as one of the four major threats to the ocean by the World Environment 
Foundation. Currently, there are few studies on the microorganism change in ballast 
water. In this study, the abundance of bacteria and viruses change was continuously 
observed to analyse how they changes and their relationship. T-RFLP technique was 
applied to analyze the bacterial community changes. Two marine bacteria were also 
identified and two novel genera were proposed. The major results are: 
1, Bacteria and viruses abundance in ballast water, after being pumped in, 
changes in choppy in the first 10 days and after that it's much stable. The two changes 
were related, in the first 2 days, the abundance of bacteria decreased because of the 
environmental change, as the host decreased, the abundance of viruses also decreased. 
Changes in the abundance of viruses will also affect the abundance of bacteria. 
Changes in the abundance of viruses will also affect the abundance of bacteria. The 
relationship between the two changes is that: the changes in environment caused the 
abundance of bacteria to change, thereby affecting the changes in virus abundance and 
affecting the bacteria abundance in return. They are both changing contuniously and 
interrelated. 
2, The number and height of singal peaks detected from T-RFLP analysis 
changes dramatically from the beginning to the end, this shows that not only the 
abundance of bacteria was changing but also the community composition was 
changing greatly. And after 10 days, the abundance stabled but community was still 
changing. 
3, 16S sequence comparison reveal that JLT832T belongs to family 
Sphingomonadaceae and shows the highest similarity with genera Sphingosinicella 
and Novosphingobium. Although the 16S similarity between JLT832T and Zymomonas 















comparison has been made, we found that only Novosphingobium panipatense could 
utilize sorbitol and only Novosphingobium subarcticum could utilize mannitol, but 
strain could utilize sorbitol, mannitol, glycerol and inositol at the same time. Based on 
the 16S analysis and characteristics comparison, a novel genus was proposed with the 
name Stakelama pacifica gen. nov. sp. nov. 
JLT1363T showed the highest 16S sequence similarity to ‘Citromicrobium 
bathyomarinum’JF-1(97.9%), but this strain was not deposited and the proposal was 
not velidated by IJSEM. 16S sequence alignment and phylogenetic tree analysis 
showed JLT1363T was similar to Erythrobacter species and some common features 
were found: Gram-negative, oxidase and catalase positive, can not use citric acid and 
penicillin resistance. But signeficant difference were also found: the ability to 
hydrolyze gelatin, nitrate reduction, production of hydrogen sulfide, Tween80 
negative and three respiratory quinone were found: Q8 (41%), Q10 (37%) and MK8 
(22%). Based on all these features, a novel genus of family Erythrobacteraceae was 
proposed with the name Oceanibacter nanhaiensis gen. nov. sp. nov. 
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环境、人类健康造成损失或危害的现象。   

















































危险的野生动物共有 10954 种，全球鱼类的 1/3，哺乳类的、鸟类的、爬行类的



































































的全球 100 种 具威胁的外来生物中,我国有 50 余种。给我国造成的经济损失每
年为 1198.76 亿元，占国内生产总值的 1.36%。近 10 年来，新入侵我国的外来有










就要从水体中打捞出 80 万吨水葫芦（万方浩等，2002），间接经济损失无法估量。 
福建是我国海岸线 长的省份，由于水产业发达而被称为“蓝色宝库”。从上
世纪 60 年代起，出于防浪护堤、保护滩涂的考虑，福建开始从国外引种互花米
草，并于 80 年代推广。但是，恣意生长的互花米草，如今已“霸占”福建省约 2/3
的海滩，极大地破坏了生态环境（国家海洋局公报， 2007）。 
近年来，生态系统灾害频繁爆发，对农林生产造成严重损害。松材线虫、湿
地松粉蚧、美国白蛾等林业入侵害虫严重发生，危害面积每年达 150 万 hm2；稻
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